variation of the data explained by the top 13 singular vectors of a SVD on the validation 450k
DNAm data set, consisting of 18 normal samples (from reduction mammoplasty of healthy subjects, N) and 70 normal samples adjacent to invasive breast cancers (NADJ) [2] . RMT [1] also estimated 13 significant singular vectors/principal components in this data set. B) 
Corresponding heatmap of association P-values between the 13 PCs and either N vs NADJ or the estimated fraction of fat cells (weight(FAT)
)
